Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.003 Å; R factor = 0.041; wR factor = 0.101; data-to-parameter ratio = 12.4. metal-organic compounds m1626 García-Zarracino et al.
In the title salt, [K(C 10 H 9 O 4 )] n , the K + ions are coordinated by six O atoms from three different anions, and there is a cationinteraction at ca 3.14 Å . The 2-[2-(carboxymethyl)phenyl]acetate anions are stabilized by intramolecular O-HÁ Á ÁO hydrogen bonds, and the K + cations are linked into onedimensional coordination polymers running along the b axis; these are further interconnected by weak C-HÁ Á ÁO hydrogen bonds.
Related literature
For general background, see: Atwood & Steed (2004) ; Ma & Dougherty (1997) ; Kumpf & Dougherty (1993) ; Heginbotham et al. (1994) . For coordination polymers, see: Chae et al. (2004) ; García-Zarracino et al. (2003) ; García-Zarracino & Hö pfl (2004) . For analysis of hydrogen-bonding patterns, see: Bernstein et al. (1995) ; Desiraju (2002) .
Experimental
Crystal data [K(C 10 Mo K radiation = 0.52 mm À1 T = 293 (2) K 0.45 Â 0.30 Â 0.28 mm
Data collection
Bruker SMART APEX CCD areadetector diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.713, T max = 0.864 8711 measured reflections 1727 independent reflections 1560 reflections with I > 2(I) R int = 0.039 Refinement R[F 2 > 2(F 2 )] = 0.041 wR(F 2 ) = 0.101 S = 1.08 1727 reflections 139 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.21 e Å À3 Á min = À0.20 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Symmetry codes: (i) Àx þ 1; Ày þ 2; Àz þ 1; (ii) Àx; Ày þ 2; Àz þ 1.
Data collection: SMART (Bruker, 2000) ; cell refinement: SAINT-Plus-NT (Bruker, 2001) ; data reduction: SAINT-Plus-NT; program(s) used to solve structure: SHELXTL-NT (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL-NT; molecular graphics: SHELXTL-NT; software used to prepare material for publication: PLATON (Spek, 2003) and publCIF (Westrip, 2008) .
as important non-covalent binding forces in biological systems (Ma & Dougherty, 1997) . It has been postulated that the aromatic side chains of amino acids might determine K + transport selectivity in transmembrane protein channels (Kumpf & Dougherty, 1993; Heginbotham et al., 1994) .
In complex I each K + ion is coordinated by six oxygen atoms from three different ligand molecules and there is a cation···π interaction ( Fig.1 ) forming a distorted square-face monocapped prism (Fig. 2) . The centroid of the aryl ring (Cg, C3-C8) is situated 3.138 Å from the K + ion [sum of ionic and van der Waals radii K + ···C(Ar) 3.37 Å]. Since the K-C arene contacts [C3-K= 3.344 (2), C4-K = 3.260 (2) and C5-K = 3.334 (2) Å] and [C6-K = 3.508 (2), C7-K = 3.596, C8-K = 3.511 (2)] the K-arene interaction can be regarded as η 3 -coordination. The oxygen atoms of the carboxyl and carboxylate groups are forming bridging units between two K + cations, thus generating a one-dimensional coordination polymer, running along the b axis (Chae et al., 2004; García-Zarracino et al., 2003; García-Zarracino & Höpfl, 2004) (Fig. 2) . The coordination polymer is stabilized by intramolecular O4-H4'···O2 hydrogen bonds. The crystal structure is stabilized by weak C-H···O hydogen bonds forming R 2 2 (8) motifs, (Bernstein et al., 1995; Desiraju, 2002) between adjacent coordination polymers ( Fig. 3 , Table 1 ).
Experimental
Single Crystals of (I) were obtained by slow evaporation of a solution containning 1,2-phenylenediacetic acid (1.0 g, 5.15 mmol), potassium hydroxide (0.289 g, 5.15 mmol) in MeOH/H 2 O (5:1).
Refinement
Aromatic and methylene H atoms were positioned geometrically and constrained using the riding-model approximation
H4', which is involved in a hydrogen-bonding interaction, was located by difference Fourier map, constrained using the riding-model approximation [U iso (O4-H') = 1.5 U eq (O4)] and the coordinates were refined freely. 
where P = ( Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (9) 0.0011 (7) −0.0047 (7) −0.0062 (7) O3 0.0503 (10) 0.0450 (10) 0.0735 (12) −0.0046 (8) −0.0172 (9) 0.0114 (9) O4 0.0466 (10) 0.0432 (9) 0.0508 (9) −0.0003 (7) −0.0053 (8) 0.0004 (7) C1 0.0315 (11) 0.0362 (12) 0.0379 (11) −0.0003 (9) 0.0064 (9) 0.0003 (9) C2 0.0455 (13) 0.0393 (13) 0.0492 (13) 0.0099 (10) −0.0077 (11) −0.0032 (10) C3 0.0352 (11) 0.0354 (11) 0.0372 (11) 0.0058 (9) −0.0090 (9) −0.0001 (9) C4 0.0335 (11) 0.0442 (12) 0.0350 (11) 0.0027 (9) −0.0077 (9) 0.0037 (9) O1 i -K1-O1-C1 126.9 (2) C3-K1-C4-C9 120.3 (2) O2 ii -K1-O1-C1 −127.0 (2) C6-K1-C4-C9 −147.96 (19) O3-K1-O1-C1 63.9 (2) C8-K1-C4-C9 150.69 (19) O4 ii -K1-O1-C1 108.4 (3) K1 i -K1-C4-C9 35.31 (16) O3 i -K1-O1-C1 −177.4 (2) C3-C4-C5-C6 0.2 (3) C4-K1-O1-C1 2.3 (2) C9-C4-C5-C6 −179.2 (2) C5-K1-O1-C1 −3.4 (2) K1-C4-C5-C6 74.9 (2) C3-K1-O1-C1 −19.0 (2) C3-C4-C5-K1 −74.75 (17) C6-K1-O1-C1 −25.2 (2) C9-C4-C5-K1 105.83 (18) C8-K1-O1-C1 −42.4 (2) O1 i -K1-C5-C6 142.02 (14) K1 i -K1-O1-C1 126.9 (2) O2 ii -K1-C5-C6 6.69 (16) 
